Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.003 Å; R factor = 0.043; wR factor = 0.121; data-to-parameter ratio = 14.4. organic compounds o1724 Tahir et al.
In the title compound, C 10 H 13 N 3 O 3 , the 3,4-dimethoxybenzylidene and hydrazinecarboxamide groups are oriented at a dihedral angle of 53.82 (6) and an intramolecular N-HÁ Á ÁN hydrogen bond generates an S(5) ring motif. In the crystal, molecules are linked by N-HÁ Á ÁO hydrogen bonds into sheets propagating in (201), which feature R 1 2 (5), R 2 2 (8) and R 2 4 (14) loops.
Related literature
For related structures, see: Fun et al. (2011) ; Liang et al. (2007) ; For graph-set notation, see: Bernstein et al. (1995) . Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) Àx; Ày; Àz; (ii) Àx; Ày þ 1; Àz; (iii) Àx þ 1 2 ; Ày þ 1 2 ; Àz þ 1.
Experimental
Data collection: APEX2 (Bruker, 2007) ; cell refinement: SAINT (Bruker, 2007) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) and PLATON (Spek, 2009) ; software used to prepare material for publication: WinGX (Farrugia, 1999) and PLATON. The crystal structures of (E)-1-(4-methoxybenzylidene)semicarbazide (Liang et al., 2007) and (E)-2-(4-hydroxy-3methoxybenzylidene) hydrazinecarboxamide (Fun et al., 2011) (Bernstein et al., 1995) . Each molecule is interlinked with three molecules due to H-bondings of N-H···O type.
There exist R 1 2 (5), R 2 2 (8) and R 2 4 (14) ring motifs (Table 1, 
Equimolar quantities of 3,4-dimethoxybenzaldehyde and hydrazinecarboxamide were refluxed in methanol for 45 min resulting in yellow solution. The solution was kept at room temperature which affoarded yellow prisms after 48 h.
Refinement
The H-atoms were positioned geometrically (C-H = 0.93-0.96 Å and N-H = 0.86 Å) and refined as riding with U iso (H) = xU eq (C. N), where x = 1.5 for methyl and x = 1.2 for all other H-atoms.
Computing details
Data collection: APEX2 (Bruker, 2007) ; cell refinement: SAINT (Bruker, 2007) ; data reduction: SAINT (Bruker, 2007) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) and PLATON (Spek, 2009) ; software used to prepare material for publication: WinGX (Farrugia, 1999) and PLATON (Spek, 2009 
Special details
Geometry. Bond distances, angles etc. have been calculated using the rounded fractional coordinates. All su's are estimated from the variances of the (full) variance-covariance matrix. The cell e.s.d.'s are taken into account in the estimation of distances, angles and torsion angles Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq O1 0.30582 (7 (7) 0.0179 (7) 0.0017 (7) O2 0.0369 (8) 0.0576 (9) 0.0338 (8) −0.0152 (7) 0.0165 (7) −0.0050 (7) O3 0.0471 (8) 0.0416 (9) 0.0264 (7) 0.0006 (6) 0.0113 (7) −0.0004 (6) N1 0.0408 (9) 0.0384 (10) 0.0272 (9) 0.0008 (7) 0.0120 (8) −0.0009 (7) N2 0.0448 (10) 0.0355 (9) 0.0263 (9) −0.0042 (8) 0.0102 (8) −0.0018 (7) N3 0.0476 (10) 0.0351 (10) 0.0320 (10 Symmetry codes: (i) −x, −y, −z; (ii) −x, −y+1, −z; (iii) −x+1/2, −y+1/2, −z+1.
